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General Procedures

Image analysis (QA/QC)

l

QA/QC information deposited into MAPS & reports generated

!

MAPS analysis

!

Meeting with investigator

!

Other analyses as needed

!

Preparation of data for publication



Image Analysis Reports
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Initial Meeting

Usually occurs 1-2 weeks following distribution of
MAPS analysis and reports

Initiated by you

Involves members of your lab and the microarray
group

— Rick Paules and/or Jeff Tucker

— Representative from Bioinformatics group (Jianying Li)
— Sherry Grissom or Danica Ducharme

— Jennifer Collins

- YOU



Basic Services/Analyses

Data compilation
— For clustering and other analyses
— For your collaborators

— For your publications
Hierarchical clustering (Cluster/Treeview)
Resolver Analysis (Coming soon...)



Higher Order Analyses

Who do I contact?
— Jennifer Collins

What types of analysis can I expect?

— Mixed Linear Model analysis, specialized multivariate
and computational analyses, Principal Components
Analysis, etc.

— More information later this summer...
How do I find out more info about each?

— Microarray website
— Publications



GeneSpring

© NOW:

— Sample Intensity files
— Assistance loading data

o LATER:

— Genomes for all in-house chips

— Example data for each NIEHS genome
— Custom scripts



Other Services

Streaked out clones for sequencing, etc.
Sequences for Toxchip and Rat cDNAuwchip
70mer sequences from oligos

Data files (compiled or individual)

Figures, microarray methods, and web posting
of data



Available Resources

o Staff in the microarray group
® Publications by other NIEHS resea
» WEBSITE




http://dir.niehs.nih.gov/microarray

Standard operating procedures
Bioinformatics

Publications

FAQs

Chips/Clones

General 1nfo for NIEHS researchers who
have a project or want to start one



